1 CCCACGCGTCCGGTCGGAGCTAGAGCTCCAAGGACCCCACGCCTGTGTCTCTGTGACAGA 

61 GCTCAAAGGGCCCTGGGCCTTCCCTCCCTGGCTCGGCTGTGCTTGGGAGGGTTCCCCAGT 

121 CCAGAATCCCTAAGGAGCATGGGGCAGCTGATCCATCCCTGGTGTACAAACTGCTGACTG 

181 CAGACAGATGCTGAGCTACCCAAACCAACACCTAGCCTCTCCCTGAAGATCCTCCCAGGC 

241 TGAGAGAGTTCTGGGTGTCCTAGGACCAAGGACACTGGCAGACTTCCAGAAGGGCCCCCA 

301 AAGCCCTAACCTGTCCAGCCAGAGCATGCGTCTCAGCAGAGCTGTCTTCCCAAGCCTTTG 

361 ATGACAAACCAATTTCCCTCGATGATGTGCTTCTGAGTGCTCTGCTGAGGAACAATGGGA 

421 AGTCTGCCCAGCAGAAGAAAATCTCTGCCAAGCCCAAGCTTGAGTTCCTCTGTCCAAGGC 

4 81 CAGGGACCTGTGACCATGGAAGCAGAGAGAAGCAAGGCCACAGCCGTGGCCCTGGGCAGT 

541 TTCCCGGCAGGTGGCCCGGCCGAGCTGTCGCTGAGACTCGGGGAGCCATTGACCATCGTC 

601 TCTGAGGATGGAGACTGGTGGACGGTGCTGTCTGAAGTCTCAGGCAGAGAGTATAACATC 

661 CCCAGCGTCCACGTGGCCAAAGTCTCCCATGGGTGGCTGTATGAGGGCCTGAGCAGGGAG 

721 AAAGCAGAGGAACTGCTGTTGTTACCTGGGAACCCTGGAGGGGCCTTCCTCATCCGGGAG 

781 AGCCAGACCAGGAGAGGCTCTTACTCTCTGTCAGTCCGCCTCAGCCGCCCTGCATCCTGG 

841 GACCGGATCAGACACTACAGGATCCACTGCCTTGACAATGGCTGGCTGTACATCTCACCG 

901 CGCCTCACCTTCCCCTCACTCCAGGCCCTGGTGGACCATTACTCTGAGCTGGCGGATGAC 

961 ATCTGCTGCCTACTCAAGGAGCCCTGTGTCCTGCAGAGGGCTGGCCCGCTCCCTGGCAAG 

1021 GATATACCCCTACCTGTGACTGTGCAGAGGACACCACTCAACTGGAAAGAGCTGGACAGC 

1081 TCCCTCCTGTTTTCTGAAGCTGCCACAGGGGAGGAGTCTCTTCTCAGTGAGGGTCTCCGG 

1141 GAGTCCCTCAGCTTCTACATCAGCCTGAATGACGAGGCTGTCTCTTTGGATGATGCCTAG 

1201 GCCCAAAGGAGAGGCCAAAAGGGAAACCAAGGCTGCACACCTAGAACCCCAATTCAGCCT 

1261 CCTGGGCACCCCAGAGGCAAGGCTGTGCACTCAGGGAGGGAGGGTGGGACACAGAGGTGC 

1321 ATCTAGGGTCCCACCTGTACCCTTGCTCTTTCCTCTCTTAGCCCTTAGAAGTCACCTACT 

1381 TCCTTCCAGTGCCATGATCCCACCTGCGACCTCTAGTGCGAGTGCAGAGAAGGTGGGACC 

1441 AGGGCCAGGGTTCCAAAAAGAGAATAAGCCTCCTGGGGGGTCTGACCTAGTTAGTTCTTG 

1501 AGTTTGGGGTTTCCAGTACCATCTGGATGCCCTGCCTGTTGAGCCCCATTCTACATCCCC 

1561 ACCATTAACCAGGCCCCACCCACAAGGTAGAAACAACCCCTAGAGTCAACGAGAAAGTCA 

1621 TTTTCAGAAAATCTACAAGTCTCGTTGAGACCACCACCATACCTCAGAAGGTAGGACTGT 

1681 GGCCTAGAAGGGAAAGGAAAGCTGAGATGATGTCTTACCGTAGCAGCAGATCTTGGATGG 

1741 TCCAGGCTCTATGTGACCTCCAGAGCAAAGAGAAAGACTTCGGACAGTCTAGGTCCTCAA 

1801 ATGTCCCCCATTGAGGACAACAGCCCCAGCTCTTTTTCTTTTTTTTTGAGACGGAGTCTT 

18 61 GCCCTGTTGCCCATGCTGGAGTGCAATGGCACGATCTCAGCTCACTGCAACCTCCATCTC 

1921 CTGGATTCAAACAATTCTCCTGCCTCAGCCTCCAGAATAGCTGGGATTACAGGCGTACAC 

1981 CACCATGCCTGGCTAATTTTTTTGTATTTTTAGTAGACATGGGGTTTCACCACATTGGCC 

2041 AGGCTGGTGTCGAACTCCTGACCTCAGGTGATCCACCCACCTTGGCCTCCCAAAGTGCTG 

2101 GGATTACAGGTGTGAGCCACGGCACCCAGCCTAGCTCTCAGATCTCTATTTCATTTTGTG 

2161 GCTTACCATTCCCTAGCACACTGGCCTTGCCATCTTGTGGCCGAATAAAAAATAACACCT 

2221 CTTAAGTCTAGCACACTGCAGTGAGGCCAGGCACCTCAGTGCTGGGCAGGGGCATCAGAA 

2281 GGTGCTAAGCCCTCTCTCCACAATGCCAAGACGGAGACCACAGCCTACACCAAATCCAGC 

2341 CCTTGATTTCCCTGCTGCCTCCATAAACAGAAAGAGGTCTGCTGGATCCGCTAAGGGATC 

2401 AGGGAGAGGAAGAAAGAGGGATGGGGTGGGAGGCACCCCCTCCAGTGCTCCTACTGGTTC 

24 61 CCAAGCTACAGGTGGGGTGGGAAAGGCTTTATCAGGTATCATCAACAGGTTCTCAATTAA 

2521 AG AT T T GAT T TAT T C AAG TAT G T G AAAAAAAAAAAAAAAAAAAAAAA 
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1 CCCACGCGTCCGGTCGGAGCTAGAGCTCCAAGGACCCCACGCCTGTGTCTCTGTGACAGA 

61 GCTCAAAGGGCCCTGGGCCTTCCCTCCCTGGCTCGGCTGTGCTTGGGAGGGTTCCCCAGT 

121 CCAGAATCCCTAAGGAGCATGGGGCAGCTGATCCATCCCTGGTGTACAAACTGCTGACTG 

181 CAGACAGATGCTGAGCTACCCAAACCAACACCTAGCCTCTCCCTGAAGATCCTCCCAGGC 

241 TGAGAGAGTTCTGGGTGTCCTAGGACCAAGGACACTGGCAGACTTCCAGAAGGGCCCCCA 

301 AAGCCCTAACCTGTCCAGCCAGAGCATGCGTCTCAGCAGAGCTGTCTTCCCAAGCCTTTG 

361 ATGACAAACCAATTTCCCTCGATGATGTGCTTCTGAGTGCTCTGCTGAGGAACAATGGGA 

1 M G 

421 AGTCTGCCCAGCAGAAGAAAATCTCTGCCAAGCCCAAGCTTGAGTTCCTCTGTCCAAGGC 
3SLPSRRKSLPSPSLSSSVQG 

4 81 rAflflflAmTGTGACCATGGAAGCAGAGAGAAGCAA GGCCACAGCCGTGGCCCTGGGCAGT 
23QGPVTMEAERSK 



ATAVALGS 



541 TTCCCGG CAGGTGGCCCGGCCGAGCTGTCGCTGAGACTCGGGGAGCCATTGACCATCGTC 
43 



PAGGPAELSLRLGEPLTIV 



601 TCTGAGGATGGAGACTGGTGGACGGTGCTGTCTGAAGTCTCAGGCAGAGAGTATAACATC 
63 |SEDGDWWTVLSEVSGREYNl| 



661 
83 



nrrAnnGTrrArGTGGCCAAAGT CTCCCATGGGTGGCTGTATGAGGGCCTGAGCAGGGAG 



PSVHVAKV 



SHGWLYEGLSRE 



721 AAAGCAGAGGAACTGCTGTTGTTACCTGGGAACCCTGGAGGGGCCTTCCTCATCCGGGAG 

103 KAEELLLLPGNPGGAFLI RE 

781 AGCCAGACCAGGAGAGGCTCTTACTCTCTGTCAGTCCGCCTCAGCCGCCCTGCATCCTGG 

123 SQTRRGSYSLSVRLS RPASW 

8 41 GACCGGATCAGACACTACAGGATCCACTGCCTTGACAATGGCTGGCTGTACATCTCACCG 

14 3 DRIRHYRIHCLDNGWLYISP 

901 CGCCTCACCTTCCCCTCACTCCAGGCCCTGGTGGACCATTACTCTGAGCTGGCGGATGAC 

163 RL T F P S LQALVDHY S E LAD D 

961 ATCTGCTGCCTACTCAAGGAGCCCTGTGTCCTGCAGAGGGCTGGCCCGCTCCCTGGCAAG 

183 ICCLLKEPCVLQRAGPLPGK 

1021 GATATACCCCTACCTGTGACTGTGCAGAGGACACCACTCAACTGGAAAGAGCTGGACAGC 

203 DI PLPVTVQRTPLNWKELDS 

1081 TCCCTCCTGTTTTCTGAAGCTGCCACAGGGGAGGAGTCTCTTCTCAGTGAGGGTCTCCGG 

223 SLLFSEAATGEESLLSEGLR 

1141 GAGTCCCTCAGCTTCTACATCAGCCTGAATGACGAGGCTGTCTCTTTGGATGATGCCTAG 

243 ESLSFYISLNDEAVSLDDA* 

1201 GCCCAAAGGAGAGGCCAAAAGGGAAACCAAGGCTGCACACCTAGAACCCCAATTCAGCCT 

1261 CCTGGGCACCCCAGAGGCAAGGCTGTGCACTCAGGGAGGGAGGGTGGGACACAGAGGTGC 

1321 ATCTAGGGTCCCACCTGTACCCTTGCTCTTTCCTCTCTTAGCCCTTAGAAGTCACCTACT 

1381 TCCTTCCAGTGCCATGATCCCACCTGCGACCTCTAGTGCGAGTGCAGAGAAGGTGGGACC 

14 41 AGGGCCAGGGTTCCAAAAAGAGAATAAGCCTCCTGGGGGGTCTGACCTAGTTAGTTCTTG 

1501 AGTTTGGGGTTTCCAGTACCATCTGGATGCCCTGCCTGTTGAGCCCCATTCTACATCCCC 

1561 ACCATTAACCAGGCCCCACCCACAAGGTAGAAACAACCCCTAGAGTCAACGAGAAAGTCA 

1621 T T T TCAGAAAATCT ACAAGTC TCGT T GAGACCACCACCAT ACCTCAGAAGGT AGGAC TG T 
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1681 GGCCTAGAAGGGAAAGGAAAGCTGAGATGATGTCTTACCGTAGCAGCAGATCTTGGATGG 

1741 TCCAGGC T C TAT GT GACCTCCAGAGCAAAGAGAAAGAC T T CGGACAGT CTAGGTCCT CAA 

1801 ATGTCCCCCATTGAGGACAACAGCCCCAGCTCTTTTTCTTTTTTTTTGAGACGGAGTCTT 

1861 GCCCTGTTGCCCATGCTGGAGTGCAATGGCACGATCTCAGCTCACTGCAACCTCCATCTC 

1921 CTGGATTCAAACAATTCTCCTGCCTCAGCCTCCAGAATAGCTGGGATTACAGGCGTACAC 

1981 CACCATGCCTGGCTAATTTTTTTGTATTTTTAGTAGACATGGGGTTTCACCACATTGGCC 

2041 AGGCTGGTGTCGAACTCCTGACCTCAGGTGATCCACCCACCTTGGCCTCCCAAAGTGCTG 

2101 GGATTACAGGTGTGAGCCACGGCACCCAGCCTAGCTCTCAGATCTCTATTTCATTTTGTG 

2161 GCTTACCATTCCCTAGCACACTGGCCTTGCCATCTTGTGGCCGAATAAAAAATAACACCT 

2221 CTTAAGTCTAGCACACTGCAGTGAGGCCAGGCACCTCAGTGCTGGGCAGGGGCATCAGAA 

2281 GGTGCTAAGCCCTCTCTCCACAATGCCAAGACGGAGACCACAGCCTACACCAAATCCAGC 

2341 CCTTGATTTCCCTGCTGCCTCCATAAACAGAAAGAGGTCTGCTGGATCCGCTAAGGGATC 

24 01 AGGGAGAGGAAGAAAGAGGGATGGGGTGGGAGGCACCCCCTCCAGTGCTCCTACTGGTTC 

24 61 CCAAGCTACAGGTGGGGTGGGAAAGGCTTTATCAGGTATCATCAACAGGTTCTCAATTAA 

2522 AG AT T T GAT T TAT T C AAG T ATGT G AAAAAAAAAAAAAAAAAAAAAAA 
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Homology Amino acid level 

Similarity Identity 

human SLAP x mouse SLAP 89.9% 88.0% 

human SLAP x human SLAP-2 58.4% 47.4% 

mouse SLAP x human SLAP-2 70.0% 58.1% 

FIG. 4 



hSIAP-2 1 MGSLPSRRKSLPSPSLSSSVQGQGPVTMEAERSKATAVALGSFPAGGPAE 

: . I I I . I - : I • I : I - 

hSIAP 1 . . .MGNSMKSTPAPA ERPLPNPEGLDSDFLAVLSDYPSPDISP 

51 LSLRLGEPLTIVSEDGDWWTVLSEVSGREYNIPSVHVAKVSHGWLYEGLS 

1 | I | : : I : : I I I : I .III I I : I I : I I I I I : I I I 
41 PIFRRGEKLRVISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLG 

101 REKAEELLLLPGNPGGAFLIRESQTRRGSYSLSVRLSRPASWDRIRHYRI 

| : | | | | | | II I . I : I I I I : I : : I I I I I I I . : : I I I I 

91 RDKAEELLQLPDTKVGSFMIRESETKKGFYSLSVR HRQVKHYRI 

151 HCLDNGWLYISPRLTFPSLQALVDHYSELADDICCLLKEPCVLQRAGPLP 

I | | I I I I I I I I I : I I - I I I I • I I : I I . I I I - I 
135 FRLPNNWYYISPRLTFQCLEDLVNHYSEVADGLCCVLTTPCLTQSTAAPA 

201 GKDI PLPVTVQRTPLNWK . . . ELDSSLLFSEAATG . EESLLSEGLRESLS 

: Ml I : I .1 1:111111111:. 

185 VRASSSPVTLRQKTVDWRRVSRLQEDPEGTENPLGVDESLFSYGLRESIA 



247 FYISLNDEAVSLDDA 

I : I I I • I 
235 SYLSLTSEDNTSFDRKKKSISLMYGGSKRKSSFFSSPPYFED 
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hSLAP 1 MGNSMKSTPAPAERPLPNPEGLDSDFLAVLSDYPSPDISPPIFRRGEKLR 

| | | | | | | | I . I I I I . I I I : I I I I I I I . I I I I I I I I I I I I I I I I I I I 
mSIAP 1 MGNSMKSTSPPSERPLSSSEGLESDFLAVLTDYPSPDISPPIFRRGEKLR 

51 VISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLGRDKAEELLQL 

| | | | | | I I I I I I I I I I t I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
51 VISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLGRDKAEELLQL 

101 PDTKVGSFMIRESETKKGFYSLSVRHRQVKHYRIFRLPNNWYYISPRLTF 
| | I I : I I I I I I I I I I I I I I I I I I I t I I I I I I I I I I I I M I I I I I I I I I I I 
101 PDTKIGS FMI RESETKKGFYSLS VRHRQVKHYRI FRLPNNWY YI S PRLT F 

151 QCLEDLVNHYSEVADGLCCVLTTPCLTQSTAAPAVRAS SSPVTLR 

| I | | | | I I I I I I I I I I I I I I I I I I I I • M I I I I I I I 

151 QCLEDLVTHYSEVADGLCCVLTTPCLAQNIPAPTSHPSPCTSPGSPVTLR 



196 QKTVDWRRVSRLQEDPEGTENPLGVDESLFSYGLRESIASYLSLTSEDNT 

| | | 11:1111111 II I I I I I I I I I I I I I I I I I I I I I I I I I : I • • 
201 QKTFDWKRVSRLQEGSEGAENPLRVDESLFSYGLRESIASYLSLTGDDSS 



246 S FDRKKKS I S LMYGGS KRKS S FFS S P P Y FED 276 

11111111:1111 I I I I I I I I I I ■ I INI 
251 SFDRKKKSLSLMYTGS KRKS SFFSAPQY FED 281 
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hSIAP-2 1 MG . SLPSRRKSLPS . . PSLSSSVQGQGPVTMEAERSKATAVALGSFPAGG 

|||:| 111 I I I I I : I : ! I III : I * 
mSLAP 1 MGNSMKS. . TSPPSERP . LSSS . . . EG . . . LE . . . SDFLAV. LTDYPS . . 



4 8 PAELS. . . LRLGEPLTIVSEDGDWWTVLSEVS . GRE . YNIPSVHVAKVSH 

| : : | | I I I : : I : : I I I : I . I I I I I I I : I I : I I 

36 P. DISPPIFRRGEKLRVISDEGGWWKAIS . LSTGRESY . IPGICVARVYH 



93 GWLYEGLSREKAEELLLLPGNPGGAFLIRESQTRRGSYSLSVRLSRPASW 
111:111 IMIMII M I . I : I I I I : I : : I I I I I I I I 

83 gwlfeglgrdbcaeellqlpdtkigsfmiresetkkgfyslsvr.hr. . . . 



143 drirhyrihcldngwlyisprltfpslqalvdhyseladdiccllkepcv 

. : : I I I I I I I I I I I I I I I I : II I II I . I I : I I . I II. 

128 .qvkhyrifrlpnnwyyisprltfqcledlvthysevadglccvlttpcl 
193 lqr. .a gpl. . pgkdiplpvtv . qrtplnwkeldssllfseaatg 

| | | 11 I I I - I : I - I I • I I I • I 

177 AQNIPAPTSHPSPCTSPGS PVTLRQKT . FDWKRV. SRL . . QEGSEG 

233 . E ESLLSEGLRESLSFYISL . NDEAVSLD 

I II I I I I I I I : ■ I : I I I : - I I 

219 AENPLRVDESLFSYGLRESIASYLSLTGDDSSSFD 
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